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Nittis et.al. 4 Giannone et.al. Lee et.al. 5 Dejardin et.al. 1 Grolimund et.al. f Nittis et.al. 4 Lee et.al. 5 Giannone et.al. A schematic representation of the domain structure with nine α-helices (green) is shown. Below each residue is a quantitative representation of the Naive Empirical Bayesian class probability used for the branch-site modeling. Red represents selective constraints in non-therians and blue selective constraints in vertebrates. (b) Substitution rates were calculated using PAML7 to obtain the non-synonymous to synonymous substitution rate ratio (dN/dS=ω). ω values <1, =1, and >1 indicate purifying selection, neutral evolution, and diversifying (positive) selection, respectively. A branch-site model (model D) was applied and compared to a homogeneous site model (discrete Model M3) and to a Model D that assumes neutral evolution for a predefined set of branches. The phylogenetic tree represents 21 vertebrate species with available full TERF1 TRFH domain sequences that were included in this analysis. 
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